In the title compound, [Sn(C 6 H 11 ) 3 (C 6 H 10 NS 2 )], the Sn IV atom is tetracoordinated by three C atoms from cyclohexyl groups and one S atom from a piperidinedithiocarboxylate anion. The coordination geometry is distorted tetrahedral, with Sn-C bond lengths in the range 2.133 (6)-2.188 (6) Å and with an Sn-S bond length of 2.4516 (19) Å . The nonbonded S atom of the piperidinedithiocarboxylate anion makes an SnÁ Á ÁS contact of 3.174 (3) Å .
Related literature
For related literature, see: Church & Halvorson (1959) ; Chung et al. (1971) ; Okabe & Oya (2000) ; Serre et al. (2005) ; Pocker & Fong (1980) ; Scapin et al. (1997) .
Experimental
Crystal data [Sn(C 6 H 11 Data collection: APEX2 (Bruker, 2004) ; cell refinement: SAINT-Plus (Bruker, 2001) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. Fig. 1 . The molecular structure of the title compound, with 30% probability displacement ellipsoids for the non-H atoms.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
